Microorganisms are tightly bounded to the animals on Earth. Bacteria, among other types of microbes, interact with their hosts in several ways regarding metabolic pathways, development, complex behavioral processes such as mate recognition, among others. The adult males of Leptonycteris yerbabuenae, a nectarivorous bat, develop an interscapular odoriferous patch during the mating season. Here we present a description of the microbiota associated to this sebaceous patch 11 adult males, and studied it in terms of their taxonomical information. The variability between samples was not relevant to this study, and the most abundant phyla were Firmicutes and Proteobacteria, with dominanting classes including Gammaproteobacteria, Clostridia and Bacilli. The two most abundant species were Aggregatibacter pneumotropica and Actinomyces europaeus and other Streptococcus minor, Pseudomonas stutzeri, P. viridiflava and Staphylococcus epidermis, which are relevant in both normal and wounded human skin. Furthermore, the species present in this mating organ are involved in metabolic pathways related to fatty acid transformation to volatile molecules, which could be playing a key role in mate recognition.
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Chiroptera are an extremely diverse order of flying mammals. Ecological pressure in a 53 group with different taxa leads to the developement of alternative mechanisms to gather and 54 process information about their environment (Bouchar 2001) . Bats communicate using a 55 combination of auditory, visual, and (or) olfactory cues (Voigt et al. 2008 ). Bats do not usually 56 show conspicuous dimorphism in size, so they develop skin glands as differentiation 178 We calculated estimators for α and β diversities with Shannon entropy indexand Jaccard distance 179 dependent on the abundance, respectively. Shannon indexes were calculated over rarified 180 samples due to the heterogeneity of the sample size, and are represented in Figure 3 . As can be 181 seen, all considered samples reached an asymptote. The Jaccard distance was then calculated 182 between each pair of samples in order to obtain a distance matrix, which is represented in Figure   183 3. Both indexes seem to agree in terms of community structure homogeneity, allowing us to join 184 all samples in one single dataset with the phyloseq library. We then identified the OTUs that 187 The sebaceous patch of male L. yerbabuenae was composed at the phylum level of Firmicutes 188 (47.9%), Proteobacteria (35.9%), Actinobacteria (3.6%), Fusobacteria (2.8%), Cyanobacteria 189 (2.4%), Bacteroidetes (0.4%), Tenericutes (0.5%) and Verrumicrobia (0.03%). (Fig. 5) 
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These results are consistent with studies in human (and other mammals) skin microbiota 
